The genome of the intimin (eae)-harboring Escherichia albertii strain MBT-EA1, isolated from lettuce in Germany, was sequenced. Sequence analysis showed the assembled draft genome size to be 4,560,948 bp, containing a predicted total of 4,414 protein-encoding genes, 11 rRNAs, and 82 tRNAs. Furthermore, three plasmid sequences were found.
Epidemiology online service (https://cge.cbs.dtu.dk/services/) (17) . The strain was identified as belonging to serotype O144:H-with the fimH type 461. The virulence genes found included eaeA (intimin), cdtB (cytolethal distending toxin B), cba (colicin B), cma (colicin M), espA (type III secretion system), espB (secreted protein B), espF (type III secretion system), gad (glutamate decarboxylase), and nleB (non-locus of enterocyte effacement [non-LEE] encoded effector). No acquired antibiotic resistance genes were found. Thus, the genome data showed that the strain, which was isolated for the first time from raw produce, may be highly virulent. Therefore, E. albertii should also be taken into consideration in safety investigations of vegetable products (18) . Accession number(s). This draft genome sequence of E. albertii MBT-EA1 has been deposited at DDBJ/ENA/GenBank under the accession number PTLP00000000. The version described in this paper is version PTLP01000000.
